Key indicators: single-crystal X-ray study; T = 193 K; mean (C-C) = 0.007 Å; R factor = 0.022; wR factor = 0.052; data-to-parameter ratio = 16.2. 
Related literature
For use of DABCO as an organocatalyst, see Basaviah et al. (2003) . For related haloalkylations of DABCO, see: Almarzoqi et al. (1986) ; Fronczek et al. (1990) ; Gustafsson et al. (2005) ; Banks et al. (1993) ; Batsanov et al. (2005) ; Fletcher Claville et al. (2007) . For inversion twinning, see : Flack & Bernardinelli (2000) .
Experimental
Crystal data 
Data collection
Bruker Kappa APEXII CCD diffractometer Absorption correction: integration [SHELXTL (Sheldrick, 2008) and XPREP (Bruker, 2005) Data collection: APEX2 (Bruker, 2004 ); cell refinement: SAINT (Bruker, 2005) ; data reduction: SAINT and XPREP (Bruker, 2005 ); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) and CrystalMaker (CrystalMaker, 1994) ; software used to prepare material for publication: XCIF (Bruker, 2005 (Basaviah et al., 2003) . Furthermore, DABCO can undergo substitution with even relatively unreactive electrophiles such as dichloromethane (Almarzoqi et al., 1986) .
We have isolated crystals of the title compound of sufficient quality for crystallographic analysis. Typically, the reaction between dibromomethane and DABCO proceeds quickly in acetone, resulting in the immediate precipitation of the monoalkylated bromide salt that is insoluble in acetone. However, at sufficiently low concentrations of reactants, slow crystallization of the product occurs.
The title molecule crystallizes in a non-centrosymmetric space group, Cmc2 1 . One notable feature of this structure is a close contact between free bromide and the bromomethyl hydrogen (Br2···H5A) of 2.794 (3) Å. Another close contact for H4B···Br2 (2.899 (3) Å) was found. There is also a relatively close contact between the covalently-bound bromine and bromide anion (Br1···Br2 3.6625 (6) Å). However, this distance is significantly longer than the Br···Br interaction seen in a related structure, (bromomethyl)trimethylammonium bromide (Br···Br = 3.369 Å) (Fletcher Claville et al. 2007 ).
Experimental
Dibromomethane (10 mmol) was added to a solution of DABCO (10 mmol) in acetone (100 ml). Colorless plates of poor quality evolve almost immediately, which after 1 h are filtered. The filtrate is sealed in a flask and left to sit for 1 week, after which prisms suitable for X-ray analysis form on the side of the flask.
Refinement
A structural model consisting of one symmetrically independent molecule was developed. All non-hydrogen atoms were refined with anisotropic displacement parameters. All hydrogen atoms were placed in ideal positions and refined as riding atoms. The ideally calculated H atoms on C1, C2, and C5 are related by the symmetry operation (1 -x, y, z). For these H atoms the special position constraints were suppressed to allow for the correct calculation of the idealized H atom positions.
For all H atoms the U iso values were assigned as 1.2 times the carrier U eq . On the basis of 468 unmerged Friedel opposites, the likelihood of inversion twinning is negligible (Flack, 1983; Flack& Bernardinelli, 2000) .
supplementary materials sup-2 Figures   Fig. 1 . Thermal ellipsoid plot showing non-H atoms at 35% probability and H atoms as arbitrary small spheres. The atoms labeled A are related by the symmetry operator (1 -x, y, z). 
Special details
Experimental. One distinct cell was identified using APEX2 (Bruker, 2004) . Seven frame series were integrated and filtered for statistical outliers using SAINT (Bruker, 2005) then corrected for absorption by integration using SHELXTL/XPREP V2005/2 (Bruker, 2005) before using SAINT/SADABS (Bruker, 2005) to sort, merge, and scale the combined data. No decay correction was applied. Refinement. Structure was phased by direct methods (Sheldrick, 2008) . Systematic conditions suggested the ambiguous space group.
The space group choice was confirmed by successful convergence of the full-matrix least-squares refinement on F 2 . The highest peaks in the final difference Fourier map were in the vicinity of atoms Br1 and Br2; the final map had no other significant features. A final analysis of variance between observed and calculated structure factors showed some dependence on amplitude and resolution. 
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